FIG. 1A 

(SEQ ID NO:l 

1 GA?ACT CAC GGT CAA GCT AAG GCG AAG AGT GGG TGG CTG AAG CCA TAC TAT TTT ATA GAA 
(SEQ ID NO:2>-* ME S RKDI TNQ EELW KM K P R 
61 TTA ATG GAA AGO AGA AAA GAC ATC ACA AAC CAA GAA GAA CTT TGG AAA ATG AAG CCT AGG 

R N li E E DD YLH KDTG E T S M L K 
121 AGA AAT TTA GAA GAA GAC GAT TAT TTG CAT AAG GAC ACG GGA GAG ACC AGC ATG CTA AAA 

R PVLLHLHQTAHADEFDCPS 
181 AGA CCT GTG CTT TTG CAT TTG CAC CAA ACA GCC CAT GCT GAT GAA TTT GAC TGC CCT TCA 

EliQHTQELFP QWHLPIKIAA 
241 GAA CTT CAG CAC ACA CAG GAA CTC TTT CCA CAG TGG CAC TTG CCA ATT AAA ATA GCT GCT 

IIASLTFLYTIiL REVIHPLA 
301 ATT ATA GCA TCT CTG ACT TTT CTT TAC ACT CTT CTG AGG GAA GTA ATT CAC CCT TTA GCA 

TSHQQYFYKIPILV 1 N K V I. P 
361 ACT TCC CAT CAA CAA TAT TTT TAT AAA ATT CCA ATC CTG GTC ATC AAC AAA GTC TTG CCA 

MVaiTLLALVYLPQVIA A I V 

421 ATG GTT TCC ATC ACT CTC TTG GCA ITG GTl' TAC CTG CCA GGT GTG ATA GCA GCA ATT GTC 

QLHNGTKYKKFPHWLDKWML 
4 81 CAA CTT CAT AAT GGA ACC AAG TAT AAG AAG TTT CCA CAT TGG TTG GAT AAG TGG ATG TTA 

T R K QPQLLSPFFAVLH AI--y S 

541 ACA AGA AAG CAG TTT GGG CTT CTC AGT TTC TTT TTT GCT GTA CTG CAT GCA ATT TAT AGT 

L 3 Y P M RRSYRYKLLNWAYQQ 
601 CTG TCT TAC CCA ATG AGG CGA TCC TAC AGA TAC AAG TTG CTA AAC TGG GCA TAT CAA CAG 

VQQNKEDAWIEHDVWRME lY 

661 GTC CAA CAA AAT AAA GAA GAT GCC TGG ATT GAG CAT GAT GTT TGG AGA ATG GAG ATT TAT 

V a LOIVQIiAILAIiLAV T S 1 P 

721 GTG TCI' CTG GGA ATT GTG GGA TTG GCA ATA CTG GCT CTG .TTG GCT GTG ACA TCT ATT CCA 

S V SDSLTWREFH.YI Q 3 K 1; O 1 

781 TCT GTG AGT GAC TCT TTG ACA TGG AGA GAA TTT CAC TAT ATT CAG AGC AAG CTA GGA ATT 

V S L LLQ TIHALIFAWKK W I D 
341 GTT TCC CTT CTA CTG GGC ACA ATA CAC GCA TTG ATT TTT GCC TGG AAT AAG TGG ATA GAT 

IKQFV WYTPPTF M I A V P L £ 1 

901 ATA AAA CAA TTT GTA TGG TAT ACA CCT CCA ACT TTT ATG ATA GCT GTT TTC CTT CCA ATT 

VVLIPKSILFLPCLRKKI LK 
j)61 GTT GTC CTG ATA TTT AAA AGC ATA CTA TTC CTG CCA TGC TTG AGG AAG AAG ATA CTG AAG 

I RHGWEDVTKINKTEICSQI* 
1021 ATT AGA CAT GGT TGG GAA GAC GTC ACC AAA ATT AAC AAA ACT GAG ATA TGT TCC CAG TTO 
1001 TAG AAT TAC TOT TTA CAC ACA TTT TTG TTC AAT ATT GAT ATA TTT TAT CAC CAA CAT TTC 
1141 AAG TTT GTA TTT GTT AAT AAA ATG ATT ATT CAA GGA AAA AAA AAA AAA AAA AA 
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FIG. 1C 



5' 



GGC GGA GGC GGA GGC GGA GGG CGA GGG GCG GGG AGC GCC GCC TGG AGC GCG 
OCA GGT CAT ATT GAA CAT TCC AGA TAC CTA TCA TTA CTC GAT GCT GTT GAT 
AAC AGC AAG 3' (SEQIDNO:3) 
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Panels: 
A 

1. Brain 

2. Prostate 

3. LAPC-4 AD 

4. LAPC-4 Al 

5. LAPC-9 AD 

6. HeLa 

7. Murine cDNA 

8. Neg. control 



B 

1 . Brain 

2. Heart 

3. Kidney 

4. Liver 

5. Lung 

6. Pancreas 

7. Placenta 

8. Skeletal Muscle 



c 

1. Colon 

2. Ovary 

3. Leukocytes 

4. Prostate 

5. Small lntestine 

6. Spleen 

7. Testis 

8. Thymus 



FIG. 3A 
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FIG. 4-1 

ggggcccgcacctctgggcagcagcggcagccgagactcacggtcaagctaaggcgaagagtgggtggctgaagcc 
atactattttatagaattaatggaaagcagaaaagacatcacaaaccaagaagaactttggaaaatgaagccta6g 
agaaatttagaagaagacgattatttgcataa6gacac66gagagacca6cat6ctaaaaagacct6t6cttttgc 
attt6caccaaacagcccat6ctgatgaatttgactgcccttcagaacttcagcacacacaggaactctttccaca 
gtggcactt6ccaattaaaatagct6ctattata6catctct6acttttctttacactcttctgagggaagtaatt 
caccccmgcaacttcccatcaacaatatttttataaaattccaatcctggtcatcaacaaagtcttgccaatgg 
mccatcactctcnggcattggtttacctgccaggtgtgatagcagcaattgtccaacttcataatggaaccaa 
gtataagaagtmcacattggttggataagtggatgnaacaagaaagcagmgggcttctcagtttcttnrr 
gctgtactgcat6caatttatagtctgtcttacccaatgaggc6atcctaca6atacaagttgctaaactgggcat 
atcaacaggtccaacaaaataaagaagatgcctggattgagcatgatgmggagaatggagatttatgtgtctct 
gggaattgtgggattggcaatactg6ctctgttggctgtgacatctattccatctgt6agtgactctttgacatg6 
agagaatttcactatattcmgimaiaatatataaaataaccctAagaggtaaatcttctttttgtgtttatgat 

ATAGAATATGTT6ACTTTACCCCATAAAAAATAACAAAT6TTTTTCAACAGCAAAGATCTTATACTTGTTCCAATT 

aataatgtgctctcctgttgttttccctattgcttctaattaggacaagtgtttcctagacataaataaaaggcat 
taaaatattctttgtttttttttttttgtttgtttgttttttgtttgtttgtttgtttttttgagatgaagtctcg 
ctctgttgcccatgctggagtacagtggcacgatctcggctcactgcaacctgcgcctcctgggttcaggcgattc 
tcttgcctcagcctcctgagtagctgggattacaggcacccatcaccatgtccagctaatttttgtatttttagta 
gagacagggttttcccatgttggccaggctggtctcgatctcctgacctcaaatgatccgcccacctcggcctccc 
aaagtgctgggatgacagttgtgagccaccacactcagcctgctctttctaatatttgaaacttgttagacaattt 
gctacccatctaatgtgatattttaggaatccaatatgcatggtttattatttcttaaaaaaaatattcttttacc 
tgtcacctgaatttagtaatgccttttatgttacacaacttagcactttccagaaacaaaaactctctccttgaaa 
taatagagtttttatctaccaaagatat6ctagtgtctcatttcaaaggctgctttttccagcttacattttatat 
acttactcacttgaagtttctaaatattcttgtaattttaaaactatctcagatttactgaggtttatcttctggt 
g6tagattatccataagaagagtgatgtgccagaatcactct66gatccttgtctgacaagattcaaaggactaaa 



FIG. 4-2 

TTTAATTCAGTCATGAACACTGCCAATTACC6TTTATGGGTAGACATCTTTGGAAATTTCCACAAGGTCAGACATT 
C6CAACTATCCCTTCTACAT6TCCACACGTATACTCCAACACTTTATTAGGCATCTGATTAGTTTGGAAAGTATGC 
CTCCATCTGAATTAGTCCAGTGT66CTTAGA6TTGGTACAACATTCTCACAGAATTTCCTAATTTT6TAGGTTCAG 
CCTGATAACCACTG6AGTTCTTTGGTCCTCATTAAATAGCTTTCTTCACACATTGCTCTGCCTGTTACACATATGA 
TGAACACTGCTTTTTAGACTTCATTAGGAATTTAG6ACTGCATCTTGACAACTGAGCCTATTCTACTATATGTACA 
ATACCTAGCCCATAATAG6TATACAATACACATTT6GTAAAACTAATTTTCAACCAATGACATGTATTTTTCAACT 
AGTAACCTAGAAAT6TTTCACTTAAAATCT6AGAACTG6TTACACTACAAGTTACCTTGGAGATTCATATATGAAA 
ACGCAAACTTAGCTATTTGATT6TATTCACT66GACTTAA6AATGCGCCTGAATAATTGTGAGTTCGATTTGTTCT 
GGCAG6CTAAT6ACCATTTCCAGTAAAGTGAATAGAGGTCAGAAGTCGTATAAAAGAGGTGTTGTCAGAACACCGT 
TGAGATTACATAGGTGAACAACTATTTTTAAGCAACTTTATTTGTGTAGTGACAAAGCATCCCAATGCAGGCTGAA 
ATGTTTCATCACATCTCT6GATCTCTCTATTTTGTGCAGACATTGAAAAAATTGTTCATATTATTTCCATGTTATC 
A6AATATTTGATTTTTTAAAAACATAGGCCAAGTTCATTCACTTCATTATTCATTTATCAAAATCAGAGTGAATCA 
CATTAGTCGCCTTCACAACTGATAAAGATCACT6AAGTCAAATTGATTTTT6CTATAATCTTCAATCTACCTATAT 
TTAATTGA6AATCTAAAATGTACAAATCATTGTGTTGATTCTGCAGTGATCCTGCTATAAGTAAGACTCAGTCCCT 
GATTTTAGGTATCCTGTGAAAA6CAGAATTAAGACAAATACACAA6AGACAAAGCACAAAAAATAAATATCATAAG 
GGGAT6AACAAAATGGTG6A6AAAGAGTAGACAAAGTTTTTGATCACCTGCCTTCAAAGAAAGGCT6TGAATTTTG 
TTCACTTAGACAGCnGGAGACAAGAAATTACCCAAAAGTAAGGTGAGGAGGATAGGCAAAAAGAGCAGAAAGATG 
TGAAT66ACATTGTT6AGAAAT6TGATAG6AAAACAATCATAGATAAAGGATTTCCAAGCAACAGA6CATATCCAG 
AT6AGGTAGGATGGGATAAACTCTTATTGAACCAATCTTCACCAATTTTGTTTTTCTTTTGCAGAGCAAGCTAGGA 
ATTGmCCCTTCTACTGGGCACAATACACGCATTGATTTTTGCCTGGAATAAGTGGATAGATATAAAACAATTTG 
TATGGTATACACCTCCAACTmATGATAGCTGTTnCCTTCCAATTGTTGTCCTGATATTTAAAAGCATACTATT 
CCTGCCATGCTTGAGGAAGAAGATACTGAAGATTAGACAT6GTT6GGAAGAC6TCACCAAAATTAACAAAACTGAG 
ATATGTTCCCAGTTGIAGAATTACTGTTTACACACATTTTTGTTCAATATTGATATATTTTATCACCAACATTTCA 
AGTTT6TATTTGTTAATAAAATGATTATTCAAGGAAAAAAAAAAAAAAAAAAAAA (seq id no:6) 



FIG. 5 
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bladder EWS breast testicular cen/ical ovarian 
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FIG. 6 




prostate 
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colon 



STEAP- 




bladder ovarian 



pancreatic EWS 



FIG. 9 



10 19 28 37 46 55 

5' GAC TTT TAG AAA ATT CCT ATA GAG ATT 6TG AAT AAA ACC TTA CCT ATA GTT GCC 



Asp Phe Tyr Lys lie Pro He Glu He Val Asn Lys Thr Leu Pro He Val Ala 
64 73 82 91 100 109 

ATT ACT TTG CTC TCC CTA 6TA TAG GTG GGA G6T CTT CTG GCA GCT GCT TAT CAA 



He Thr Leu Leu Ser Leu Val Tyr Leu Ala Gly Leu Leu Ala Ala Ala Tyr Gin 
•118 127 136 145 154 163 

GTT TAT TAG GGG ACG AAG TAT AGG AGA TTT GCA CCT TGG TTG GAA AGG TGG TTA 



Leu Tyr Tyr Gly Thr Lys Tyr Arg Arg Phe Pro Pro Trp Leu Glu Thr Trp Leu 
172 181 190 199 208 217 

CAG TGT AGA AAA CAG CTT GGA TTA CTA AGT TTT TTC TTC GCT ATG GTG CAT GTT 



Gin Cys Arg Lys Gin Leu Gly Leu Leu Ser Phe Phe Phe Ala Met Val His Val 
226 235 244 253 262 271 

GGG TAC AGG GTG TGG TTA GGG ATG AGA AGG TCA GAG AGA TAT TTG TTT GTG AAG 



Ala Tyr Ser Leu Cys Leu Pro Met Arg Arg Ser Glu Arg Tyr Leu Phe Leu Asn 
280 289 298 307 316 325 

ATG GCT TAT GAG GAG GTT GAT GCA AAT ATT GAA AAC TCT TGG AAT GAG GAA GAA 



Met Ala Tyr Gin Gin Val His Ala Asn lie Glu Asn Ser Trp Asn Glu Glu Glu 
334 343 352 361 370 379 

GTT TGG AGA ATT GAA ATG TAT ATG TGG TTT GGG ATA ATG AGC GTT GGG TTA CTT 



Val Trp Arg He Glu Met Tyr lie Ser Phe Gly He Met Ser Leu Gly Leu Leu 
388 397 406 415 424 433 

TCC CTC CTG GCA GTG ACT TCT ATC CCT TCA GTG AGC AAT GCT TTA AAC TGG AGA 



Ser Leu Leu Ala Val Thr Ser He Pro Ser Val Ser Asn Ala Leu Asn Trp Arg 
442 451 460 469 478 487 

GAA TTC AGT TTT ATT CAG TCT AGA GTT GGA TAT GTG GCT CTG CTC ATA AGT ACT 



Glu Phe Ser Phe He Gin Ser Thr Leu Gly Tyr Val Ala Leu Leu He Ser Thr 

496 505 514 

TTG GAT GTT TTA ATT TAT GGA TGG AAA GGA GCT 3' (Seqidno:?) 



Phe His Val Leu He Tyr Gly Trp Lys Arg Ala iseq 



FIG. 10 



STEAP-2, AA508880 (NCI_CGAP Pr6) 

ggtcgacttttcctttattcctttgtcagagatctgattcatccatatgctagaaaccaacagagtgacttttaca 
aaattcctatagagatdgtgaacaaaaccttacctatagttgccattactttgctctccctagtatacctitgcagg 
tcttctggcagctgcttatcaactttatkacggcaccaagtataggagatttccaccttggttggaaacctggtta 
cagtgtagaaaacagcttggattactaagttgtbtcttcgctatggtccatgttgcctacagcctctgcttaccga 
tgagaaggtcagagagat (seq ID NO:9) 



STEAP-2, 98P4B6 SSH fragment 

TTTGCAGCTTTGCAGATACCCAGACTGAGCTGGAACTGGAATTTGTCTTCCTATTGACTCTACTTCTTTAAAAGCG 
GCTGCCCATTACATTCCTCAGCTGTCCTTGCAGTTAGGTGTACATGTGACTGAGTGTTGGCCAGTGAGATGAAGTC 
TCCTCAAAGGAAGGCAGCATGTGTCCTTTTT (S EQ ID NO: 1 0) 



AI139G07 (tOBtie EST) 

aagaaggagaatccatttagcacctcctcagcctggctcagtgattcatatgtggctttgggaatact tgggtttt 
ttctgtttgtactcttgggaatcacttctttgccatctgttagcaatgcagtcaactggagagagttccgatttgt 
ccagbccaaactgggttatttgaccckgatcttgtgtacagcccacaccctggtgtacggtgggaagagattcctc 
agcccttcaaatctcagatggbatcttcctgcagcctacgtgttagggcttatcatcccttgcactgtgcbggtga 
tcaagtttgtcctaatcatgccatgtgtagacaacacccttacaaggafcccgccagggctgggaaaggaactcaaa 
acactagaaaaagcattgaatggaaaatcaatatttaaaacaaagttcaatttagctggaaaaaaaaa(SEQ ID NO:ii) 



R00991 (placental EST) 

ggccgcggcanccgctacgacctggtcaacctggcagtcaagcaggtcttggccanacaagagccacctctgggtg 
aaggaggaggcctggcggatggagatctacctctccctgggagtgctggccctcggcacgttgtccctgctggccg 
tgacctcactgccgtccattgcaaactcgctcaactggagggagttcagcttcgttcagtcctcactgggctttgt: 
ggccntcgtgctgagcacactncacacgctcacctacggctggacccgcgccttcgaggagagccgctacaagttc 
bacctncctcccaccttcacgntcacgctgctggtgccctgcgttcgttcatcctgggccaaagccctgtttntac 
tgccttgcattcagccgnaga (SEQ ID NO:n) 



FIG. IIA 



STEAP-l 106 FYKIPILVINKVIiPMVSITLLALVYLPGVIAAIVQLHNGTICyKKFPHWLDKWMLTRKQPG 

STEAP-2 2 FYKIPIEZVNKTLPIVAITLLSLVyiiAGLLAAAYQLYyGTKyRRFPPHLETWLQCRKQLO 

****** ** ** * **** **** * ** ** **** ** ** • *** * 



STEAP-l 
STEAP-2 



STEAP-l 
STEAP-2 



166 LLSFFFAVLHAI YSIiSYPMRRSYRYKLLNWAYQQVOQNKEOAWIEHDVWRMEI YVSLGI V 
62 LLSFPFAMVHVAYSLCLPMRRSERYLFLNMAYQQVHANIENSWNEBEVHRIEMYISPaiM 
******* * *** ***** ** ** ***** * * * * *** * ■* * ** 

- (PorlionofSEQ]DNO:2) 

226 GLAILALLAVTSI PSVSDSLTHREFHYZQSKLGIVSLLLGTIHALI FAWNK 
122 SLGLLSLLAVTSIPSVSNALNWREFSFIQSTLGYVALLISTFHVIiZYGHKR 
* * *********** * **** ***** * ** * * ** * t 

(Portion of SEQ ID NO:8) 
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Prostate 
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LAPC-4 AD 


4, 


l_APC-4 A! 


5. 


LAPC-9 AD 


6. 


HeLa 


7. 


Murine cDNA 


8. Neg control 



FIG. 14B 

1 2 3 4 5 6 7 8 
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1. Colon 

2. Ovary 

3. Leukocytes 

4. Prostate 

5. Small Intestine 

6. Spleen 

7. Testis 

8. Thymus 
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FIG. 17 



D7S531 



STEAP-1 



STEAP.2, AI139607 
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FIG. 19 
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FIG. 20 

Ethidium Bromide Autoradiograph 



123 4 56 1234 5 6 




Lanes 

1) 1kb ladder 

2) human female genomic 

3) 12P11 BACmus 

4) human female genomic 

5) 12P11 BACmus 

6) 3T3 



